Introduction
meta-analyses, which aim to combine data from multiple studies [15] . In this study, we describe the previously uninvestigated distribution of BDNF Val66Met in a Romanian sample of healthy volunteers.
Methods

Participants
The present study is based on a sample of N = 1124 healthy volunteers (848 women, 276 men) who were high school or college students BDNF Val66Met genotyping was performed using the tetra primer amplified refractory mutation system (ARMS)-PCR method [19] . This is a high throughput method, which provides rapid and sensitive BDNF Val66Met genotyping [19] . PCR amplifications were carried out in a 25 μl reaction volume containing 50 ng of genomic DNA template, 12.5 µl PCR mastermix 
Statistical analysis
Genotype and allele frequencies were determined. In line with previous studies [e.g., 17], allele frequencies were inspected for potential sex-related differences. Departures from Hardy-Weinberg equilibrium were also examined [20] . All statistical analyses involved χ 2 tests run in SPSS.
Results
The (Table 1) .
Discussion
In light of a high level of population stratification (including heterogeneity amongst European populations [13] ) it is important to control for this potential confound in genetic association studies. Taking this into consideration, the present study described for the first time, the distribution of BDNF Val66Met in a sample of healthy Romanian volunteers.
As expected, the distribution of BDNF [17] show similar frequencies of the Met allele, ranging between 19-21%. The differences in the distribution of BDNF Val66Met alleles between populations may be attributed to the evolutionary selection of an allele associated with increased survival fitness and to founder effects (i.e., limited genetic variation due to a small number of population founders) [22] . While it is beyond the aim of this study to explore these mechanisms, several relevant observations from the literature are worth mentioning. First, the differences across African, European and Asian populations seem to be driven by the Met allele, with a higher frequency occurring outside of Africa [13] . The Met allele is present though rare in people of native African ancestry (e.g., Yoruba from Ibadan, Nigeria; Luhya in Webuye, Kenya), which suggests that it arose in evolution before early humans migrated out of Africa [16] . The fact that the Met allele was not selected out in evolution and its frequency is actually higher in populations outside Africa suggests that the Met allele may have pleiotropic functions, some detrimental and some beneficial [13] . Second, a [12] Gratacos M., Gonzalez J. R., Mercader J. M., de Cid R., Urretavizcaya M., Estivill X., Brain-derived neurotrophic factor Val66Met and psychiatric disorders: meta-analysis of case-control studies confirm association 
